ABSTRACT Stenotrophomonas maltophilia is an opportunistic pathogen causing airway infection in people with cystic fibrosis (CF). Here, we report the draft genome sequences of two S. maltophilia strains, AU30115 and AU32848, recovered from CF patients.
genome size) with a total genome size of 4,628,959 bp and a GC content of 66.42%. Coverage was calculated as total bases/genome size for each isolate using readfq (https://github.com/billzt/readfq). Assembly of AU32848 resulted in 155 contigs at 42ϫ coverage, a total genome size of 4,383,122 bp, and a GC content of 66.64%. The closest genome for both strains was the reference strain S. maltophilia K279A NCTC 10943, with average nucleotide identity (ANI) values of 99.76% and 98.3% for AU30115 and AU32848, respectively.
Annotation was performed using the NCBI Prokaryotic Genome Annotation Pipeline (PGAP) (22) . The assembled genome of AU30115 contains 4,229 coding DNA sequences (CDS), 4,134 coding genes, 3 complete rRNA operons, and 66 tRNAs. The genome of AU32848 contains 3,990 CDS, 3,930 coding genes, 2 rRNA operons, and 48 tRNAs.
Data availability. This whole-genome shotgun project has been deposited in GenBank under the accession no. GCF_003385015 and GCA_003385135, BioProject no. PRJNA483996, and SRA study no. SRP158885. The versions described in this paper are the first versions, GCA_003385015.1 and GCA_003385135.1.
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